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Table 1. Estimate of SARS-CoV-2 introductions into Massachusetts. Results of ancestral trait inference using a binary model (MA 
vs non-MA) and regional model (regional geographic categories) are shown. 95% confidence intervals are shown in parentheses and 
derived from subsampling the database of global strains (Materials and methods). 
Region Before 28 March 28 March to 15 April After 15 April 
Binary model       
Non-MA 76 (61 to 86) 40 (33 to 46) 28 (23 to 33) 
Regional Model       
Africa 0 (0 to 1) 0 (0 to 1) 0 (0 to 1) 
Asia 2 (1 to 4) 0 (0 to 1) 1 (0 to 2) 
Europe 11 (7 to 16) 6 (3 to 9) 2 (0 to 3) 
North America 56 (43 to 66) 29 (22 to 34) 22 (17 to 28) 
Oceania 0 (0 to 0) 0 (0 to 0) 0 (0 to 1) 














Table 2. Major Boston-area lineages identified by lineage-defining mutation.      
Lineage Root C20099T G3892T C2416T G105T G28899T 
Number of ge-
nomes 
772 21 77 288 98 34 
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